Proteins are highly dynamic macromolecules. A classical way to analyze their inner flexibility is to perform molecular dynamics simulations. In this context, we present the advantage to use small structural prototypes, namely the Protein Blocks (PBs). PBs give a good approximation of the local structure of the protein backbone. More importantly, by reducing the conformational complexity of protein structures, they allow analyzes of local protein deformability which cannot be done with other methods and had been used efficiently in different applications. PBxplore is a suite of tools to analyze the dynamics and deformability of protein structures using PBs. It is able to process large amount of data such as those produced by molecular dynamics simulations. It produces various outputs with text and graphics, such as frequencies, entropy and information logo. PBxplore is available at https://github.com/pierrepo/PBxplore and is released under the open-source MIT license. 25 26 27 28 29 30 31 32 33 34 35
INTRODUCTION
one-dimensional sequences (Offmann et al., 2007) . Protein Blocks (PBs) (de Brevern et al., 2000) is one Figure 1. (a) The 16 protein blocks (PBs) represented in balls with carbon atoms in gray, oxygen atoms in red and nitrogen atoms in purple (hydrogen atoms are not represented). (b) The barstar protein (PDB ID 1AY7 (Sevcík et al., 1998) ) represented in cartoon with alpha-helices in blue, beta-strands in red and coil in pink. These representations were generated using PyMOL software (DeLano, 2002) (c) PBs sequence obtained from PBs assignment. Z is a dummy PB meaning that no PB can be assigned to this position. 
